, was isolated from the stipe of the edible mushroom Agaricus blazei Murrill. 16S rRNA gene sequence analysis demonstrated that the strain shared ,93 % similarity with the type strains of species in the genera Pannonibacter, Methylopila, Nesiotobacter and Stappia. The organism was unable to produce acid from carbohydrates, but utilized a number of organic acids and amino acids. Ubiquinone 10 (Q-10) was the major respiratory quinone and C 18 : 1 v7c, C 19 : 0 cyclo v8c, C 16 : 0 and C 18 : 0 were the predominant fatty acids. The predominant polar lipids were diphosphatidylglycerol, phosphatidylcholine, phosphatidylglycerol and phosphatidylethanolamine. The DNA G+C content of strain CC-SBABM117 T was 62.7 mol%. On the basis of 16S rRNA gene sequence analysis and chemotaxonomic and physiological data, strain CC-SBABM117 T is considered to represent a novel species of a new genus, for which the name Agaricicola taiwanensis gen. nov., sp. nov. is proposed. The type strain of Agaricicola taiwanensis is CC-SBABM117 T (5BCRC 17964 T 5CCM 7684 T ).
During the course of investigations into the bacteria present in the spawn used for growing the edible mushroom Agaricus blazei Murrill in the laboratory, strain CC-SBABM117 T was isolated and maintained on nutrient agar (NA; HiMedia) after incubation at 30 u C for 48 h. Subcultivation was done on NA at 30 u C. The strain was preserved at 280 u C in nutrient broth (NB; HiMedia) with 20 % (v/v) glycerol or by lyophilization.
The 16S rRNA gene sequence of strain CC-SBABM117
T was determined and analysed as described by Young et al. (2005) .
Analysis was performed by using the software package MEGA version 2.1 (Kumar et al., 2001) , after multiple alignments of the data via CLUSTAL X (Thompson et al., 1997) . The distance matrix method (distance options according to Kimura's twoparameter model), including clustering by neighbour-joining (Saitou & Nei, 1987) (Fig. 1 ) and a discrete character-based maximum-parsimony method (Kluge & Farris, 1969) T formed a distinct branch in the neighbourjoining ( Fig. 1) and maximum-parsimony (not shown) trees.
Gram-staining was performed as described by Gerhardt et al. (1994) and poly-b-hydroxybutyrate granules were observed after staining the cells with Sudan black. Cell morphology and the presence of flagella were observed by light microscopy (model A3000, 61000; Zeiss) and transmission electron microscopy (1200EX; Jeol) by using cells grown for 48 h at 30 u C on NA. For the latter technique, cells from exponentially growing cultures were negatively stained with 2 % (w/v) uranyl acetate and the grids were examined after being air-dried (see Supplementary Fig. S1 in IJSEM Online). The pH range for growth was determined in NB at 30 u C, which was adjusted prior to sterilization to pH 3-11 (at 0.5 pH unit intervals) by using appropriate biological buffers (Chung et al., 1995) . Growth at 15, 20, 25, 30, 35 and 40 u C was measured in NB. The NaCl requirement for growth was determined by using nutrient broth (BD Difco) containing 0, 0.5 and 1.0-20.0 % (w/v) NaCl (at 1.0 % intervals). Anaerobic growth was assessed in NB and NA supplemented with potassium nitrate after incubation in an Oxoid AnaeroGen system (Miller et al., 1995) . Growth under these conditions was recorded by measuring the OD 595 of the cultures after 24, 48 and 72 h. Catalase and oxidase activities and hydrolysis of casein, starch, aesculin, gelatin, urea and Tweens 40, 60 and 80, nitrate reduction, H 2 S production and indole production were assessed as described by Cowan & Steel (1965) . Other biochemical characteristics were investigated by using the GN2 (Biolog), API ZYM, API 20E, API 20NE and ATB-PSE5 (bioMérieux) systems following the manufacturers' recommendations. The morphological, physiological and biochemical characteristics of strain CC-SBABM117
T are given in the genus and species descriptions and in Table 1 . Detection of photosynthetic pigments was carried out as described by Biebl et al. (2007) .
Respiratory quinones of strain CC-SBABM117
T were extracted and separated as described by Minnikin et al. (1979) and were analysed by HPLC as described by Collins & Jones (1980) . Ubiquinone 10 (Q-10) was the predominant respiratory quinone. Polar lipids were extracted and analysed by two-dimensional TLC according to Embley & Wait (1994) . The predominant polar lipids of strain CC-SBABM117
T were diphosphatidylglycerol, phosphatidylglycerol, phosphatidylcholine and phosphatidylethanolamine. Sulphoquinovosyldiacylglyceride and phosphatidylmonomethylethanolamine were not detected. The presence or absence of these lipids can be used for differentiation among the genera Pannonibacter, Stappia, Roseibium and Labrenzia (Biebl et al., 2007) . One unidentified phospholipid and an unidentified glycolipid were also found as minor components ( Supplementary Fig. S2 ).
Fatty acid methyl esters were obtained from cells cultivated on trypticase soy agar (TSA; Difco) for 48 h at 30 u C by saponification, methylation and extraction as described by Kämpfer & Kroppenstedt (1996) and were separated by GC (model 5898A; Hewlett Packard). Peaks were automatically integrated and fatty acids were identified and quantified by using the Microbial Identification standard software package MIDI (Sasser, 1990) . The fatty acid profile of strain CC-SBABM117
T is given in Supplementary Table S1 . The high level of C 19 : 0 cyclo v8c (27.6 %) and absence of C 14 : 0 3-OH differentiated strain CC-SBABM117
T from the other type strains examined.
For determination of the G+C content, the DNA of strain CC-SBABM117
T was prepared and degraded enzymically into nucleosides as described by Mesbah et al. (1989) . The nucleoside mixture obtained was then separated by HPLC. The DNA G+C content of strain CC-SBABM117 T was 62.7 mol%.
Strain CC-SBABM117
T could be differentiated from all members of the genera examined (Fig. 1) based on a combination of growth, morphological, chemotaxonomic and physiological characteristics (Table 1 and Supplementary Table S1 ).
On the basis of these results, we propose that strain CC-SBABM117
T represents a novel species of a new genus, for which the name Agaricicola taiwanensis gen. nov., sp. nov. is proposed.
Description of Agaricicola gen. nov.
Agaricicola [A.ga.ri.ci9co.la. N.L. n. Agaricus generic name of a mushroom; L. suff. -cola (from L. masc. or fem. n. incola) dweller; N.L. masc. n. Agaricicola Agaricus-dweller, reflecting isolation of the first strain from Agaricus blazei Murrill)]. Description of Agaricicola taiwanensis sp. nov.
Agaricicola taiwanensis (tai.wan.en9sis. N.L. masc. adj. taiwanensis pertaining to Taiwan, where the type strain was isolated).
In addition to the characteristics given for the genus, cells are short rods (0.5 mm wide and 0.8-1.0 mm long) with polar flagella. Growth is visible after 24 h incubation on NA at 30 u C. Colonies on NA are shiny, beige-pigmented, circular with regular edges. Growth does also occur on TSA or R2A agar. Growth occurs at 20-40 u C (optimum, 30-35 u C), but not at 15 or 42 uC. Growth occurs at pH 6.0-9.0 (optimum, pH 7.0) and in the presence of 1-4 % NaCl (optimum, 2-3 %) in NB. (Staley, 1968; Jenkins et al., 2005) ; 5, Labrenzia alexandrii DFL-11 T (Biebl et al., 2007) ; 6, Nesiotobacter exalbescens LA33B T (Donachie et al., 2006) ; 7, Roseibium denhamense JCM 10543 T (Suzuki et al., 2000) ; 8, Stappia stellulata DSM 5886 T (Biebl et al., 2007) . +, Positive; 2, no growth or negative; ND, no data available. BChl, Bacteriochlorophyll; SQDG, sulphoquinovosyldiacylglyceride; PMME, phosphatidylmonomethylethanolamine. 
